The spontaneously hypertensive rat (SHR) 
Introduction
Inbred strains of mice and rats differ significantly in their prolificacy, indicating that genetic factors have an important role in determining this phenotype. This hypothesis was tested by selection experiments in mice and the results showed that selection affects litter size and concomitantly growth and ovulation rate (Bradford, 1971; Durrant et ah, 1980; Pomp et ah, 1988; Bünger et ah, 1992) . In addition, correlated responses were also observed in some male reproductive traits (Land, 1973; Mafizul-Islam et ah, 1976; Eisen and Johnson, 1981) . The genetic factors that underlie litter size and the observed genetic correlations remain to be identified. One approach is to search for responsible genes by a total genome scan; for example, Kirkpatrick et ah (1998) described quantitative trait loci (QTL) for litter size and growth on several mouse chromosomes. In the present study, genetic and correlation analysis of litter size and selected male reproductive traits were performed using HXB and BXH recombinant inbred (RI) strains that were derived from the spontaneously hypertensive rat (SHR) and the Brown Norway (BN) rat, which differ significantly in litter size.
Materials and Methods

Animals
Progenitor strains SHR/Olalpcv (referred to as SHR) (n = 9) and BN-Lx/Cub (referred to as BN) (n = 9), and 24 RI strains, 17 HXB/Ipcv and 7 BXH/Cub strains (at least five males per strain) (Pravenec et ah, 1989) were used. The males from each strain were usually from two litters and no adjustment for litter size was conducted at birth. The SHR progenitor strain was originally obtained from the National Institute of Health and was maintained by brother sister mating at the Czech Academy of Sciences for more than 15 years. The rats were at the F48 generation when the SHR colony was established in Prague. The BN-Lx progenitor is a BN congenie strain that carries a segment of chromosome 8 from the polydactylous (PD) strain (Kren et ah, 1996) . The RI strains were all beyond the F38 generation. The results of DNA fingerprinting and PCR microsatellite tests confirmed that all strains were highly inbred (Pravenec et ah, 1991a (Pravenec et ah, ,b, 1996 (Bailey, 1981) . The method for estimation of the number of genes was introduced by Wright (1952) and by Mather and Jinks (1971) and the application for RI strains was made by Taylor (1976 (Fig. 2) . This putative QTL was responsible for 46% of the genetic vesicles, males were completely infertile because they could not produce a copulatory plug (Cukierski et ah, 1991) . Carballada and Esponda (1992) 
